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Figurel: 12 1 PI Fl SSH sequence of 254 nucleotides (SEQ ID: I } 

1 GAT 3A8AGT8 TTTGTATTTT TCTACTTCTG GCTTTAGCTG TTCCCTTTGG TCTCGAAoTG 

5 61 AA3AAA3 3T: ttttgctag: 8tgg:tcgct cttccgittc acatcggg3a atttpagctt 

r zt zaa r 3 3T ttt zt 3TA3 3 3tt33apgct ttt3A3pt33 CT8A3ACAA3 t3A3Attcca 
hi 3AA33t:3aa cttap3ttp: rTT 3 3ap 3Aa gag 8t r pa r r t 3 3aaaag r 3 caataataat 

24 1 TA3AA3TT 2 Z 3 AT 3 

10 

Figure 2: The cDNA and Amino Acid Sequence(s) 

Figure 2A. The cDNA (SEQ II). NO. : _2 ) and amino acid sequence (SEQ ID. NO. ) of 

1 21 PI Fl. The start methionine is underlined. The open reading frame extends from nucleic acid 82-699 
1 5 including the stop codon. 

1 ccaaaatoaaac-^gtocgg gcct jz :ccgc-:c - tec - c :caa-gc 3 : -G ?gcc >ggc -age 
1 M 8 K K K G L 3 A E E K R 

61 ggaagcccctgc 3 -go g 1 : ATG T 1 " .-V'^ G AAAAAA G G AG T G A 3 T G C A G AA 1 3 AAI\A< 3 A.G A 

20 14 T R M M E I F 3 El T K J V F 'J L K 8 L E 

1 ACTCGCATGATGGAAATATTTTCTGAAACAAAAGATGTATTT GAATT 

34 K I A ? K E r: 3 I T A M 8 V K S 7 8 'J 8 

1:t 1 AAGATT3CTGGGAAAGA3AAAGGGATTACTGGTATGT^^ 

84 l v 0 [1 g m v 0 :: e r : 13 t 8 :j y v w a 

25 2-; 1 TTAGTT 3ATGAT GGTAT 3 3TT GAGTGTGAGAGGATGGGAAGTTGTAAT PAT LATTGGG GT 

'.' 4 F P 8 K A L 8 A E K H 8 8 E V 8 E 8 m 8 

30 : ttt:caagtaaagctctt :atgcaaggaaacataagttggag 3ttgtggaatctcagttg 

/4 8 E 3 8 '8 K H A 8 8 8 8 8 I 8 K A K I '3 

3 0 1 TOT GAG' 83 AAG TC AAAA 3 8VPGGAAGGCTAGAGAAAAGCATT 3 AGAAA- 3 CTAAAATT G GG 
30 114 R ■: E 8 E E 8. T R L A ?' E L 8 8 8 8 8 n 

4 8 1 CGATGTGAAACGGAAGAGCGAAGCAGGCTAGGAAAAGAGGT^ 

18 4 R E 8 1 8 8 A ii 7 E 8 r 8 8 G 8 8 Q V V E 

4 K 1 AGGGAAGAGGTAAAGGGAGAAGTAGAA8AATAGAAAGAC TGT 3ATGGGGAAOTTGTGGAA 

> 4 E I p. 'j A N 8 7 A 8 E A A N p. W P 8 8 I 

35 84 1 GAAATACGCOAAGCAAATAj^GTAGCCAAAG 

184 F A I K 8- W A K E 8 F G F E E M K I 8 F. 

1 TTCGCAATAAAATGT TGGGCCAAAAGAAAATTTGGGTTTGAAGAAAATAAAAT TGATAGA 
T F G I F E 8 F 8 Y I 8 

8,r,l ACTTTTGGAATTCCAGAAGAGT'PTGACTACATAGACTAAAa t a t 1 oca Lgg t ggt gaa gg 

40 781 atgtacaagcttqtgaatatgtaaattLtaaac_attatctaa:taagtgtactgaattg 
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781 tcgtttgcctqtaactgLgtttaT_cat.tt.t.citt-aat^ttaaataaagtgtaaaatgcaaa 
841 aaaaaaaaaaaaaaaaaaaaaaaaaaa 
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Figure 2B. The cDNA (SEQ ID. NO. : 4 ) and amino acid sequence (SEQ ID. NO. : 5 ) of 
121P1F1 splice variant I A. The start methionine is underlined. The open reading frame extends from nucleic 
acid 82-462 including the stop codon. 



10 



15 



20 



25 



i c c a a a a t c a a a c q c g t c c q q q 2 v.; r. q Z2 c c q -2 2 c c t. c t c c c e a a q c q c g g q 2 c c q q c 
1 M S K K K 3 L 3 A E E K R 

ul g gaage ::ctgcgcc tgc 3 cc AT 37 2 AAAGAAA/vAA 3 3A3TGAGT 'J 3AG AA 3AAAA 3AG A 

14 T R M M E I E 3 E 1' h D V F fj L K 3 L S 

1 .! 1 A3TC3CATGAT 3 3AAATA7TTT 3TGAAA 3AAAAGAT 3 I 1 ATT 7 7AA FTAAAA 3ACTTGGAG 

34 K I A V K E K G 1 7 A M 3 V K E V 3 O 3 

131 AA3ATTGCTCCCAAA jA 3AAAG 3 GAT TACT 3GTAT 3 rCAGTAAAA 3AA 3T 3 3TT7AAAG 3 

:>4 L V :» J 3 M V 3) -3 E ? ] 3 T 3 N V Y W A 

2 4 1 TTAGTTGATGATGGTAT 3GTTGAC TGT3A 3AG3AT3 jGAACTTCTAATTATTATTGGGCT 
M F ? 3 K A L H A R K H E L E V 3 E 3 Q D 

3 01 TTTGCAAGTAAAGCTCTTCATGCAAGGAAA 3A TAAG TT 3 3AG 3TTCTGGAATCTCAGGA3 

p g c ■: e h e r i :-: v 3 y y p k e w l g 

3nl CCTGGCTGCTGCTTCCAToAAATAATTAAAGT :TCCTAT TATAGAAAA TTCTGGCTGGGC 

114 A V A H A C M P 3 T L G G 

411 GCAGTGGC TGACG 3CTGTAATCG :AGCACTTTGGGAGGGTGA ggcq ggcagat ta tga gg 

4 t gac:t:c ::c:a 2 r zc raca tgaagtg taag atgg a gt c gt rtgag gg a age :aaa age 
3 4 1 atgcaa go :taca gaaaagca t t gagaaaget a aaa tgg 2cq at gt ga aacgga ag ag r 
60 1 gaacca ggctagc aaaagagct t :ct t cact t tgaga :caaag ggaa :ag-:*a aa gg tag 

6 0 1 a a g t a g a a a a a t a c a a a g a c t g t g a t c c g caagtt g t g g a a g a a a t a t g t c a a g c a a a t a 

7 3 1 aagtag :caaagaagctg-:taacaga:ggactga:aa rat at t :gcaa: a aaa t c 1 1 ggg 
7 •- 1 ccaaaagaaaat t tggg 1 1 1 gaa gaaaat aaaat tga t ag aac: 1 1 tgg aa 1 1 tcagaag 
h 4 1 actttgactacatagactaaaatattc c a t g g t g g t g a a g g a t g t a c a a g c 1 1 g t g a a t a 
0 '! 1 t g t a a a 1 1 1 1 aa a c t a 1 1 a t c t a a c t a ag t g t a c t ga a 1 1 g t eg 1 1 1 g c 2 1 g t aa c t g t g 
031 tttatcattttattaatgttaaataaagtgtaaaatgcaaaaaaaaaaaaaaaaaaaaaa 

1021 aaaaaaaa 
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Figure 2C. The cDNA (SEQ ID. NO. : <_> ) and amino acid sequence (SEQ ID. NO. : 
) of 121 PI Fl splice variant IB. The start methionine is underlined. The open reading frame extends from 
nucleic acid 501-860 including the stop codon. 



10 



15 



20 



25 



1 c c a a a a t c a a a c g c q t c c g g q c c t g t c c c g c c j c T _ c t c J c c a a q c g c q g g c c c g g :: c a g 
61 ggaagcc:ctg:g:ccg:gccii:gr.jaaaciaddaadgqi:t5 3g:g:3ig3=i3aa3agaga 
121 a:tcgcatgac ggaaatattt::::tgaaacaaaagatgt a^tt^aantaaaagacitggag 

1 ?! 1 aag.attg:tc::aaag3giiaa3gcat:a:^ 3 ::a:gtca^taaaagaagt z 1 1 :aaag: 

2 -1 1 1 1 a g 1 1 gatgHtggt.atggttgactgcgaiiaggaccggaa c tt::aa:tat tatnggg::: 
301 t:t ::aa3taaagct :ttoatg:aag][aaa:i:aagtt g g a g g c z ^ t g g a a c c t 2 a g g a r 
'■i 6 1 3 z t g g 3 z g z t g z z z :: c a : g a a a t a a t z a a a g t 2 z z z t a 1 1 a t a g a a a a 1 1 z g g 2 1 g g g r 
■5 21 g-ag - ggrtca-g-;:t g:.a a z z z zaq z a z: z z g g g ag g : t ga g gcgg g -agat z a zq a .3 g 

1 M K C ?: M E L 3 S -5 S Q K H 

ol tqa-ztttcccccac zzz rac ATG AAGT 3CAAGATGGA jTTGTCTGAGGGAAGTCAAAAGC 
15 A 3 L Q K 3 I E K A K I 3 R C S r r E E ?. 

5 A 1 ATGCAAGCCTACAGAAAAG 7ATTGAGAAAGCTAAAATTGGCCGATGT 3AAACGGAAGAGC 
35 T R L A K E L 3 3 L ?. D Q R E Q L K A E 

6ul GAACCAGGCTAGCAAAAGAGCTTTCTTCACTTCGAGACCAAAGGGAACAGCTAAAGGCAG 
=■5 V E K Y K D C D P «;. V '/ESI R m A >J K 

661 AAGTAGAA/vAATACAAAGACTGTGATCCGCAAGTTGTGGAAGAAATACGCCAAGCAAATA 
7 5 V A K E A A N R W T D N I F A I K 3 W A 

721 AAGTAGCCAAAGAAGCTGCTAACAGATGGACTGATAACATATTCGCAATAAAATCTTGGG 
r+5 K K F j F S E N K I 7 R T F G I ? 2 7 

7 8 1 CCAAAAGAAAATTT 3GGTTT SAAGAAAATAAAATTGATAG.AACTTTTGGAATTCCAGAAG 

1 : 5 F D 1 I D * 

b-'t 1 ACTTTGACTACATAGACTAA aar a 1 tec at ggtgg T : g aaggatgtac aagcttgtgaa t a 
1 1 tgtaaattttaaactat:at:taaotaagtgta :tgaa:tg:cgttt gcctgtaac zqtq 
961 tttatcattttattaatgttaaataaagtgtaaaatg:aaaaaaaaaaaaaaaaaaaaaa 
103 1 aaaaaaaa 
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Figure 2D. The cDNA (SEQ ID. NO. : s ) and amino acid sequence (SEQ ID. NO. : 
<_> ) of 121P1F1 splice variant 2. The start methionine is underlined. The open reading frame extends from 
nucleic acid 82-450 including the stop codon. 

5 1 ccaaaat caaacgcgt ccggg;:ct qt c:^ g / j.j cr o :cca aqcqcqggcccgqccagc 

1 MS K K K G L 3 A E E KR 

•5 1 qgaagccc c tg- g cccgcgc c AT G T 3 AAA G AAAAAAG GAG T G AG T 3CAGAAGAAAAGA 3 A 

14 T R M M EI I F 3 E T K D V F 2 L K D L E 

13 1 ACT 3GCATGATG 3AAATATTT V 3TGAAACAAAAGAT 3TA TTT 3 AA 3 T AAAAG AC T T 3GA3 

10 5 4 ?! I A R F E K 3 I T A M 3 V K E V 3 -J 3 

13 1 AAGATTGCTCCCAAAGA 3AAA j 3 CAT TACT 3 3TATG 3 3A 3TAAAAGAAGTCCTT 3AAA3 : 

:>4 I. V D D 3; M V D C E R I G r 3 N Y Y W A 

24 1 TTAGTTGATGATG jTATGGTTGACT 3TGAGA 3GAT :G 3AA3TTCTAATTATTATTGGGCT 

7 4 f p 3 k a l h a r k h k l e v 3 e s q 3 
15 301 tttccaagta.aa3.ctcttcatg:aaggaaacataagttggaggttctggaatctcagttg 

■^4 S E 3 S Q K H A S L 0. K 3 I E K A K I G 

331 T CTGAGGGAAGTCAAAAGCATGCAAGCC TACAGAAAAGCATTGAGAAAGCTAAAATTGGC 

114 F C E T A K Q I K * 

431 CGATGTGAAACG'jCCAAGCAAATAAAGTAGccaaagaagctgctaacagatggactgata 

20 4 3 1 acatattcgcaataaaatcttgggccaaaag.aaaatttgggtttgaagaaaataaaattg 

54 1 atagaacttttggaatt :cagaagactttgactacatagactaaaatattccatggtgg: 

bi'l gaaggat gtacaagcttgtgaatatgtaaattttaaactattat ctaact aagt gtactg 

631 aattgt cgt ttgcct gtaactgt gt t tatcattt tattaatgt taaataaagtgt aaaat 

731 gcaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa 

25 
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Figure 2E. The cDNA (SEQ ID. NO. : I " ) and amino acid sequence (SEQ ID. NO. :_M ) 
of 121 PI Fl splice variant 3. The start methionine is underlined. The open reading frame extends from nucleic 
acid 82-654 including the stop codon. 

5 1 ccaaaatcaaacfjcgtccgggcctqtcccgcccctctccccaagcgcgg-gcccgqccagc 

1 M 3 Y. Y K G L S A E E K R 

61 ggaaqcccctqC'?cccqcqccATGTCAAAGAA/AAAG3ACTGAGTGCAGAAGAAAAGAGA 
14TRMMEI F 3 E T K L V F Q L K 0 L H 

1 2 1 ACTCGCATGATGGAAATATTTTCTGAAACAAAAGAT 3TATTTCAATTAAAAGACTTGGAG 

10 34 k i a p k e k g i m a m 3 v k e v l (j 3 

181 aagattgctcccaaagag/^ggcattact:;ctatgtcagtaaaagaagtcctti:aaagc 
l4 lvd d g m v d c e p 1 g t s 13 y y w a 

2 4 1 TTAGTTGATGATGGTATGGTTGACTGTGAGAGGATCGGAACTTCTAATTATTATTGG'.aCT 
7 4FPSKALHAPKHKLEVLES Q L 

15 301 TTTGCAAGTAAAGCTCTTGATGGAAGGAAA' ;ATAAGTTGGAGbTTCTGGAATCTCAG7TG 

94 S E G S Q K H A S L «j KSIEKAKI G 

361 TCT'3AGGGAAGTCAAAAGCATGCAAGCCTA=:AGAAAAGCATTGAGAAAGCTAAAATTGGC 

114 R C E T E E r. T F. - A K E L 3 3 3 R D 3' 

4 31 CGATGTGAA7\CGGAAGAG-:GAACCAG3i:TAJCA?iAAGAGCTTTCTTCACTTCGAGAC-:AA 

20 134 F E 0 3 K A S V E K : K L C 0 P Q V V E 

4 K 1 AGGGAAGAGGTAAAGG CAGAAGTAGAAAAATACAAAGACTGTi^ATGCGCAAGTTGTGGAA 
154 E I H N I F A I K 3 W A K K F G F E E 

5 4 1 GAAATACATAACATATTCGCAATAAAATCTTG 3GCCAAAAGAAAATTTGGGTTTGAAGAA 
1:4 N K I J P T F G I F" E 3 F D Y I 0 * 

25 601 AATAAAATTGATAGAAGTTTTGGAATTGCA jAA jACTTTGACTACATA jACTAAaa t at t 

6 61 ccatggtggtgaaggatgtacaagctt gtgaa tat gtaaa t tt taaact at tat :taact 
721 aagtgtactgaattgtsgtttgcctgtaactgt gtttat 3a tt ttat t aatgttaaataa 
781 agtgtaaaatgcaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa 
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Figure 2F. The cDNA (SEQ ID. NO. : J_2 ) and amino acid sequence (SEQ ID. NO. :_J3 ) 
of I21P1F1 splice variant 4. The start methionine is underlined. The open reading frame extends from nucleic 
acid 281-853 including the stop codon. 

1 gttttct gtattgtaatatgt ag.agcacatti.- :agaactgctcagtttcga gttacctaa 
CI tggat rttcac-.gtgtgcca^tt agt zqat tt.ctgtgaaaacgc:ccg gtt tetgecaaa 
lul gggcaggagtcget jct.cttgtg :::qggtg,:v ^eigg 1 1 gt qtaggg -get gt tg - t t.t t 
1-1 ttaaggacgetc l ^ctgaatt a gqct t c;i; ::gt gg jt -at gatca qt taagt c i-tgtc 

x M K K I F 3 E 

24 1 aaagaaaaaagg i / gaqt g-:ac:aaq aaaagagaa zt ?.q c.vroATGG.-iAATATTTTCTG.^ 

8 T K D 7 ^ L r :: 1 =. K ] A 1 : K E K G I 

30 1 AACAAAAGATG 7 ATTTCAATT AAAAGAG1 TG ^AGAAGATTGGTGG :AAAGAGAAA .-oOA'i 1 

j 8 t a m : j v v e *: l C' ? l v ::■ i:- «j : ^ v : ' '** 
361 TACTGCTA i \,gtaaaagaa--ic:ttcaaa^7TagtT'::atgatggtatggttgactg 

i] : TGAGAG , .ICG 5AACT7 3TAAT7AT 1 ATI 3GG 3TTT1 CGAAGT/vAAG GTCTTCATGGAA G 

fc8 K K K L E V L E f v 1. S 2 :; s - K H * S 
4 8 1 GAAP :ATAAG'i'TGGAG3TTC'7G jAATCTrASTTGTCl GAG'GGA/iGTGAAAAGCATGCAA-3 

e* L G K 3 I E F A F : G ? - E T r. E'. P T b. 
b -l v - .TAGAtJA/vAA^GATT 3AG/GUv.;CT/vAA7-.TTG-G3GGATC"iTG.AA7\GGGAAGAGG 3/iAGC7iG 
K . L A K E L 3 3 3 K I r'. E G L K A E V E 

( . GCTAGCAAAAG. »3CTTTCTTCACTTGGA<. : AC : ~AA/\GG37vACAGCTA;AGGCAjA/\GTAGA 

-..8 f y k d . :■ r •:• ••' v e t; I ? ■:> a n K V A 
,•• ,.l 1 AAAATACAP .,' .AGTGTGATG3GGA7., 5TT jtg-^aagaaatacgcgaagcaaat^agtagc 
-,.18 f E A a m p. w t :i : f a : k 3 w a f :- 

■; 2 1 GAAAGAA ,GTGGTAAGAGATGGAGT ;AT7G8:::ATA7TGGCAAT7,A7 4 A7GTT 3GGCCAAAAG 

1,5.8 k f g - e e n k i :) f t f :• i i' s i: f : 

7 A 1 AAAATTT 3GGTTTGAAGAAAATAAAATT 3A7AGAAC rTTTGG7^TTGGAGAAGAG777GA 
188 Y I 0 

-<41 C T AG AT h 3 AC AAa a t a 1 1 rcatggtgqtgaaggat gt acaagctt; jtgaat atgt aa at 
801 t-.taaaot a :t at ctaact aaqt gt act; ja.r;: qtcqtttqcct jtaa'^gt ? tt* at za 
-.51 ttttattaatg; .aaataasgtgt aaaatg :: agatgttcttcac:.: :t t ttg at a .4 aaca 
1,31 aaaqcaggaLr, a taaooat3tocc:cca g tg;tcatcaaagtag 3 a :a :taaaa at "at 
1.81 c:at=tca gi:caa agtcga ?cggc ;gcgaa 1 1 1 agt agta 3 t a gc ; 3 c rg :t =t a jagga 
1 '.4 1 tccaagct- ,cy tacg :gt gcatg zga zgt za tagct ct t :tata gt gt cacct aaat t c 
1331 aagtt 

236 
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Figure 3: 

5 . 

Figure 3A. Amino acid sequence of 121 PI Fl (SEQ ID. NO. :_I4 ). The 121P1F1 protein has 205 an ino 

acids. 

1 MSKKKGLSAE EKPTRMMEIF SETKF VFQLK DLEKI APKEK G I TAMSVKEV LQSLVDDGMV 

10 61 PCEPIGTSNY YWAFP3 KALH ARKHFLEVLE SQLSEGSQKH ASLQKS1EKA KIGRCETEEF. 

121 TRLAKELSSL RDQREQLKAE VEKYKDCDPQ VVEEIR^ANK VAKEAAMRWT DNIFA1KSWA 

181 KRKFGFEEHK 1 DF TFG1 FED FDY I D 



15 

Figure3B. Amino acid sequence of 121P1F1 splice variant 1A (SEQ ID. NO. :_[> )• Hie 121P1F1 
splice variant I A protein has 126 amino acids. 

1 MSKKK3LSAE EKPTRMMEIF SETKDVFQLK DLEKI APKEK GI TAMSVKEV LQSLVDC GMV 
20 61 DCEF IGTSHY YWAFPSKALH ARKHKLEVLE SQDPGCCFHE 1 1 KVS YYRKF WLGAVAKACN 

121 PSTLGG 



25 Figure3C. Amino acid sequence of 121 PI Fl splice variant 1 B (SEQ ID. NO. :_U> ). The 121 PI F j 

splice variant IB protein has 119 amino acids. 

1 MKCKMELSEG cQKHASLQKS I EKAKI GRCE TEE FIT FLAKE LSSLRDQREQ LKAEVEKYKD 
61 CDPQVVEEIR QAUKVAKEAA NRWTDNI FAI KSWAKF.KFGF EENKIDRTFG IPEDFDYID 

30 



Figure 3D. Amino acid sequence of 121 PI Fl splice variant 2 (SEQ ID. NO. :_r ). The 121P1F1 jplice 
variant 2 protein has 122 amino acids. 

35 
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1 MSKKKGLSAE EKRTRMMEIF SETKDVFQLK DLEKTAPKEK G I TAMSVKEV LQSLVDDGMV 
61 DCERIGTSNY YWAFPSKALH ARKHKLEVLE SQLSEGSQKH AS LQKS I EKA K I GRCETAKQ 
121 IK 
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Figure3E. Amino acid sequence of I21P1F1 splice variant 3 (SEQ ID. NO. :_J_S ). The 121P1F1 jjplice 
variant 3 protein has 190 amino acids. 

5 1 MSKKKGLSAE EKRTP.MME 1 F SETKDVFQLK DLEKI APKEK G I TAMSVKEV LQSLVDC GMV 

61 DCERIGTSNY YWAFFSKALH ARKHELEVLE SQLSEGSQKH ASLQKSI EKA KIGRCETEER 

121 TRLAKELSSL RDQREQLKAE VEKYKDCDPQ WEE I HN I FA IK3WAKFKFG FEETJKI L RTF 
ltl GIPEL'FDYIE 

10 

Figure 3F. Amino acid sequence of 121 PI Fl splice variant 4 (SEQ ID. NO. : jv> ). The 121P1F1 <jplice 
variant 4 protein has 190 amino acids. 

15 i mme i fsetkc vf<:>lkdleki apkep;gitam svkevlqslv ddgmvdcefi GTSIIYYWAFP 

nl SKALHARKHF LEVLESQLSE GSQKKASLQK SIEKAKIGRC ETEERTF.LAK ELSSLRDQRE 

1^1 QLKAEVEKYP: DCDPQVVEEI RQANPiVAKEA ANRWTDNI FA IK3WAKRKFG FEEIJKI DRTF 
161 GIPEDFDYID 
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Figure 4A 

Amino Acid Alignments. 

5 Alignment of 121 PI Fl protein and its variants. 

A) CLUSTAL W alignment of 1 2 1 PI Fl and variants 1-3. < M n 1 1 > V > - 3, 5, 7, g and I Iji 

10 lniFlFOl MSK?:KGLSAEEKPTPMMEIFSETKPVFCL?'DLEKIAPKEf'GITAr-lSVKE 

svlA McFF'FGLS/iEEFF TFMME I FSETFEAJFC'LFL-LEKI APP'EFGITAMSVF.E 

S vlh MKC'P'MELSEGSC'KHASLOKSIEKAFICPCETEEPTP.LAKELSSLFL'C'F E 

sv-; M SK.K KG L 3 AEEr'F TF MME. I FSETFEA/F'C-LFC'LEF I APKEF.GITAI*! £'YFE 

sv-j: MSFKP'GLoAEEr'F TF MME I FSE1 FE'VFC LKE'LEF IAE'FEKGITAKSVFE 

15 

1:":1F 1F01 VLOSLVC'C-GMVDCEF I GT3NYYWAFE SfrT^LHAPFiiFLEVLESC'Lf-EGS&P*- HASH. -K3- I 

svlA VL'jSLVC'E GMVDCEF J GT3NYYWAFE SKALHAP.FHFLEVLES'jDP-GCCF- HE I IFV ="Y Y 

svlh C'LI-'AEVEK-YKDCI'I QVVEEIRC'ANP'VAKEAANF.WTDN I FA I KSWAKRFFGFEENr' I D- - 

sv-: VLOSLVE E'GMVDCEF I GT3IJYYWAFE SKALHAF.FfiFLEVLESCL^EGSCF- HASLC'ES- I 

20 vT..jST.vr-r'GMvrn;'EF ] gtshyywafe sfalhaf.kkflevlesol^egsck-haslmks-:. 

11'11'lFOl EKAF.IGF.CETEEr. r ! , F.l J AKELSSLF.DC.PEC | EjtCAEA'EF YKE'CLir'-jVVEE I P.(jANKVAr"EAAH 

s v 1 A F Y. FWLGAYAHACN F\STLGG 

svib ptfgipe:»fdyij 

25 sv-: ekafigroetakv:: y 

sv-..'- EFAKIGFjrETEEFTF.]AKELSSl.FX'C-REOLKAFAT,FYKDCL)Pv>VVEEIHNIFAIK;;WAKK 

121?1F01 RWTE'NI FAIKSWAKF.K FGFEENFI EiF.TFGI PEDFDY I D 

svlA 

30 svlB 

sv-j 

sv-3 KF3KEENKIDRTFGIPEDFDYID 

35 Figure 4B 

Clustal alignment of 121P1F1 and variants 1 A and 4 <M m II > \. 3, 13 and 5- > 

40 : :/:r:F :: m:7kkk(.;:^a:->::-:kt-. xme; KoKtk: ~y-.:. k : :.kk : a; k:-.k ;: tax .".'Kr.-U' :;/•:•: : "r.K : -.r: ny ; WAr ; k?- lmakkhk:. 

sv _.l MMF.IrV.KTKr-'-KV^K I I . V K " A i '" K r '. K AX C-\'KK"l.^ • I." '! -L " ill".' L •\TF.r' I "ii'I" . NY -'WAKi KA..K/- KKriKI. 

45 - i * _ _ : ■ ^ ? _____ :* ! _ , _ , 

. sv-4 j^:,^h ;JvK:-:a;:.v'K j i k kak i .-h ' "K t k k t~:akk: .v: .•: , :.KA--.vhr yk v: : .; vvkk : a .v-nkvakka a::kwt: n: ;-a: 

sv - ". A • t'rTFtiF I ! K\ YYr'.KKWI,'' •"• • '• " 1 4 " 

50 
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Figure 4C 

C) MiLMinKii! oi I . Til ! .Hid < M ( i in \( ) (MAltufimvfH with human GAJ (MO ID NO 

5 m 

Identities = 205/205 ( 1 00°, o). Positives = 205/205 ( 1 00%) 

MSFFTGLSAEEF.FTP.MME I FSETK.DVFC'LKDLEK I APKEKG I TAMSVKEVL'jS LVDDGMV 60 
MSKFFGLSAEEFFTFMMEIFSETKDVFC-LKDLEKIAPKEKGITAMSVK.EVLC'SLVDr'GMV 
MSFFF.GLSAEEFF TF.MME I FSETFL'VFC LFDLEKI AFKEKGI TAMSYFEVLC'S L7DDGMV 60 

DCEPlGTSriYYWAFPoKALHAPFHKLEVLESOLSEGSC'KHASLQKSlEKAKIGP.CETEEF. 120 
LiCFF lGTSUYVWAFPSKALHAF FHKLEVLESC'LSEGSC'KKAS LQKS 1 EKAF IGF.CETEEF. 
[■CEFlGTSNYYWAFPcF^LHAFFHFLEVLESC'LSEGSC'KHASLQKSlEP'.AFIGFCETEEF. 120 

TF IAKELS3LP['0PEOLF.AEVEFYFDCn'PC^'VEEIF.<jArJ?;VA?:EAAriF.WTL'riIFAIP:SWA 180 
TP lAKELSSLRL'OFEOLFAEVEP:YKDCC'PQVVEEIFvAriP:VA?:EAAriP.WTC'riIFAIFSWA 
TPLAP'.ELS3LPL^'F.E0LKAEVEFYKDC['PQVVEEIF<jArJ?;VAKEAArJP.WTDtnFAIKSWA 180 

F.PFFGFEENKIE'FTFGIPEDFDYIE' 2 05 
F.P F FG FEEI1F. I DPT FG I PE DFDY I D 
FKhFGFEEIJFlDKTt jlFEUi UHU 205 
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Figure 4D 

D) Alignment t MM \ .n uni i M < J 1 1 > \« » J with closest mouse homolog, a 

hypothetical 24.2 KDa protein. ( SI (,) 1 1) N( ) 23) 

5 Identities = 183/205 (89%), Positives = 193/205 (93%) 

M3KKKGLSAFEKRTRMME I FSETKL-VFQl-KL I.HK I APEEK G 1 TAKSVKEVLgS LVLOGMY c - 
M£ KK-HjLS EEKRTRMMEI F ETKI-V FQ-Fl I-EK * APKEFG I TAMS VKEV l.QS LVDDGMV 
MSKKFGLSGEEKRTRMMEI FFETKDVFQLF1 I.EKLAFKEKGITANSVKEVLQSLVDDGMV 60 

DCKPJGTSNYYWAFP^KALHAPKHKLEVLEi'QLSEGSQKiiASLOKSIEKAKIGRCETEER 120 
DCE F. ] 2TSN YYWAFP2 KALHARK K1,E L i- QLSEGSQKHA LQKSIEKA++GR ETEER 
DC E F> 1 GT SN Y Y W A F P 2 K A L H A? . F R K LE ALN Q L S E G S QK HA 'J LQK S I E K AR V GF.QET E E F. 120 
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12 1P1 : 


121 


TF l.AF.ELSSLP.C"" RE'l'LKAEVEP'YKDCDPQVVEE 1 RQANKVAKEAANF.WTUN 1 FA1 KSWA 


180 






LAKEL 8 F. D'l'R + 0 L?' AE VE FY ■+ CDPQVVEE 1 R + ANKVAKEAANF.WTDN I FAIKSWA 






Sbjct : 


121 


AMLAKELFSFF.DC'FvQ«2>LKAEVE?*YRECn)PQVVEE I REANKVAKEAANF.WTDN I FAI KSWA 


180 
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P'F.KFGFEENKI DF.TFGI PEDFDYI D 2 0b 
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Figure 4E 

E . Mailman . »t ! J ! P ! I < jiui\jii.ini i M m I 1 > \< >: .! i i 

u 1 1 1 1 >g i , 117 5 4 12 | 3 p i QC 9 7 3 ^ : YAb 3 S C H r 0 HYPOTHETICAL 24.2 KD PROTEIN 

5 :i3Aii.()3 in chromosome i : 

gi I 74 9C-68C I pi r | . T 37 6 10 hypo t he* i c a 1 coiled- coi 1 protein - fission yean 
(Schizosaccha rcrr.yces pombe ; 

gi | 9 84224 j er.b ; CAA9C8 04 . 1 ■ , Z14 2 96. hypothetical cciled-coi 1 protein 
[ Schi zc Hacch«rcr.yces pombe ] 
10 Length =-- . 1C 

S:ore = 121 bits : 3C 5; , Expect = 5e-l'. ; 

Identities = 81/2C. ( 4 1 * ) , Pos i t. i '.'e- - lib/202 {56?), Gaps = 6/202 (2?.) 

15 Query: 5 KGLSAEEKP ?F MME I FSETPXiVFQLEDLEKl APKEEGI TAMSVKEVLQSLVE>E»GMVDCER 64 
KGLS EKK IF -t+KD FQlr'+ + Eh> F K I + VK+ VI .QSLVOD + V E + 

Sb jet : 4 KGLSLAEKF RF LEA I FHE'SKE'FF'jLKEVEKLGSP'-PvQI VLQTVPCDVI jOSLVDDNI VKTEK 62 

Query: 65 1 GTStri'YWAFPSKALHARKHKLEVI.F.SC'LeEGSClKKASLQKS IEKAK I GR CETEEF. 12 0 

20 I.GTSNYYW+ FFS A + F.+ L LffQL + QK +L + + I K R E + 

Shj ct. : 6 3 T.GTSNYYW!;:' FPS ['AKRSREEVLG2LC AQLE'DLKQP'SKTLE>ENI S FEP'CKRE'NEGTENDAN 122 

Query: 121 TRLAKELSSLRDOREQLKAEVEKYKL CE'PQVVEEI F .QANKVAKEAANRWTDNI FA I KSWA 130 
f L * -f + LK 4 + C-+P+ E + K EAAN WTE> I + + + 

25 Sbjct : 123 QYTLELLHAKESELKLLKTC'LSNl.HH'rKPETFELPCNENTKfCYMEAArJLWTE'QIHTLIAFC 132 

Query: 181 KFKFGFF.ENKI E'RT FGI PEE'FE- C 2 

F G + 11+ 1 I PEE' E> 

Sbjct: 183 -RDMGADTNQI F.EYCSI PEDLE' 202 

30 
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